SEQUENCE LISTING 
<110> O'Brien, \Timo thy J. 

<120> TADG-15: Afa Extracellular Serine Protease 

Overexpressecl in Carcinomas 
<130> D6064CIP 
<140> US 09/421,213' 
<141> 10-20-1999 ^ ^ 
<150> US 09/027,337 v 
<151> 02-20-1998 \ V UK L 1 

<160> 98 

<170> Office 98- for Macirifcosh 




<210> 1 

<211> 3147 

<212> DNA 

<213> : Homo sapiens 

<220> 

<223> TADG-15 

<400> 1 



tcaagagcgg 

gaaggacttc 

ggaaggcgtg 

gcgctgggtg 

cttcctggtg 

catgaggatc 

tgtaagcctg 

cctgggcccc 

ctactactgg 

ggccgaggag 

cacctcagtg 

ctgcagcttt 

ccctgacagc 

ctcagtgctg' 

cgacctggtg 

gtgtggcacc 

catcacactg 

gctgcctagg 

cccctactac 

caacaaccag 

tgcgggcacc 

gtcccagttc 

gtcctacacc 



cctcggggta 
ggcgcgggac 
gagttcctgc 
gtgctggcag 
tggcatttgc 
acaaatgaga 
gccagcaagg 
taccacaagg 
tctgagttca 
cgcgtagtca 
gtggctttcc 
ggcctgcacg 
ccctaccccg 
agcctcacct 
acggtgtaca 
taccctccct 
ataaccaaca 
atgagcagct 
ccaggccact 
catgtgaagg 
tgccccaagg 
gtcgtcacca 
gacaccggct 



ccatggggag 
tcaagtacaa 
cagtcaacaa 
ccgtgctgat 
agtaccggga 
attttgtgga 
tgaaggacgc 
agtcggctgt 
gcatcccgca 
tgctgccccc 
ccacggactc 
cccgcggtgt 
ctcatgcccg 
tccgcagctt 
acaccctgag 
cctacaacct 
ctgagcggcg 
gtggaggccg 
acccacccaa 
tgagcttcaa 
actacgtgga 
gcaacagcaa 
tcttagctga 



cgaocgggcc 
ctccoagcac 
cgtcaagaag 
cggcct\ctc 
cgtgcgti 
tgcctacc 
gctgaagcl 
gacggccttc 
gcacctggtg\ 
gcgggcgcgc 
caaaacagta 
ggagctgatg 
ctgccagtgg 
tgaccttgcg 
ccccatggag 
gaccttccac 
gcatcccggc 
cttacgtaaa 
cattgactgc 
attcttctac 
gatcaatggg 
caagatcaca 
atacctctcc 



cgcaagggcg 
gagaaagtga 
gtggaaaagc 
ttggtcttgc 
cagaaggtct 
aactccaact 
ctgtacagcg 
agcgagggca 
aggaggccg 
tgaagt 
jaggaccc 
sttcacca 

gcc\tgcggg 

tcc^ 
ccccafcgccc 



tttgagc 
gcccaggt 
acatggaa&a 
ctgctggac* 
gagaaatate 
gttcgcttc^: 
tacgactcca 



gagggggccc " 60 
atggcttgga 120 
atggcccggg 180 
tggggatcgg 240 
tcaatggcta 3 00 
ccactgagtt 3 60 
gagtcccatt 420 
gcgtcatcgc 480 
agcgcgtcat 540 
cctttgtggt 600 
aggacaacag 660 
cgcccggctt 720 
gggacgccga 780 
agcgcggcag 840 
tggtgcagtt 900 
acgtcctgct 960 
ccttcttcca 1020 
cattcaacag 1080 
ttgaggtgcc 1140 
ccggcgtgcc 1200 
L gcggagagag 1260 
ictcagatca 1320 
l^gacccatg 1380 



SEQ-1 



cccggggc. 
ctgggccga< 
gttcacgtgc 1 
ctgcggagac 
caatgggaag 
gtccgacgag 
ctgcctcaat 
tagcgacggc 
tcgtgttgtt 
tgctctgggc 
tgccgcacac 
ggccttcctg 
gctcaagcgc 
gctgctggag 
ggacg.cctcc 
ccagtatgga 
gaccacctgc 
cctcagcggc 
ggcggatggg 
gaacaagcca 
tggggtatag 
cccagtgtgc 
catacactgt 
cagcctccaa 
actgggggca 
cgt'ttgtgta 
tcctcagtga 
tgaggaagcc 
taccagctcc 
ttctttttaa 



ttcacgtgcc 
tgcaccgacc 
v aagaacaagt 
^acagcgacg 
:tctcga 
:tcc.tgcc 
gggtetctgct 
tcagWtgaga 
ggggg^acgg 
cagggco^aca 
tgctacaocg 
ggcttgcac 
atcatctccc 
ctggagaaac 
catgtcttcc 
ggcactggcg 
gagaacctcc 
ggcgtggact 
cggatcttcc 
ggcgtgtaca 
gggccggggc 
acgcctgcag 
gaactcaatc 
agtggagctg 
aaggtttgaa 
tatctgcctc 
aggtggtggg 
caggctcgga 
cagggtggac 
aaaaaaaaaa 



gcacggggcg 
acagcgatga 
tctgcaagcc 
agcaggggtg 
aaagccagca 
ccaaggtgaa 
tgagcaaggg 
aggactgcga 
atgcggatga 
tctgcggtgc 
atgacagagg 
accagagcca 
accccttctt 
jggcagagta 
gccggcaa 
cc^ctgatcct 
tgccgcagca 
cctgccaggg 
aggctfggtgt 
caaggotccc 
cacccaaa.tg 
gctggagax:t 
tccagggc\c 
ggaggtagac 
gacacagcct^ 
ccctgtctgt 
gctgccggat 
ggaccctgga 
ttcagtgtgt 
aaaaaaa 



gtgtatccgg 
gctcaactgc 
cctcttctgg 
cagttgtccg 
gtgcaatggg 
cgtcgtcact 
caaccctgag 
ctgtgggctg 
gggcgagtgg 
ttccctcatc 
attcaggtac 
gcgcagcgcc 
caatgacttc 
cagctccatg 
ggccatctgg 
gcaaaagggt 
gatcacgccg 
tgattccggg 
ggtgagctgg 
tctgtttcgg 
tgtacacctg 
ggaccgctga 
caaatctgcc 
ggggaggaca 
t cccccgccag 
Laggagcagc 
:gggctgtg 
a^acagacgg 
gtat ttgtgt 



aaggagctgc 
agttgcgacg 
gtctgcgaca 
gcccagacct 
aaggacgact 
tgtaccaaac 
tgtgacggga 
cggtcattca 
ccctggcagg 
tctcccaact 
tcagacccca 
cctggggtgc 
accttcgact 
gtgcggccca 
gtcacgggct 
gagatccgcg 
cgcatgatgt 
ggacccctgt 
ggagacggct 
gactggatca 
cggggccacc 
ctgcaccagc 
tagaaaacct 
ctggtggttc 
ccccaagctg 
gggaacggag 
gggcccttgg 
gtctgagact 
aaatgggtaa 



gctgtgatgg 1440 
ccggccacca 1500 
gtgtgaacga 1560 
tcaggtgttc 1620 
gtggggacgg 1680 
acacctaccg 1740 
aggaggactg 1800 
cgagacaggc 1860 
taagcctgca 1920 
ggctggtctc 1980 
cgcagtggac 2040 
aggagcgcag 2100 
atgacatcgc 2160 
tctgcctgcc 2220 
ggggacacac 2280 
tcatcaacca 2340 
gcgtgggctt 2400 
ccagcgtgga 2460 
gcgctcagag 2520 
aagagaacac 2580 
catcgtccac 2640 
gcccccagaa 2700 
ctcgcttcct 2760 
tactgaccca 2820 
ggccgaggcg 2880 
cttcggagcc 2940 
gccacgctct 3000 
gaaattgttt 3060 
aacaatttat 3120 
3147 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



2 

855 
PRT 

Homo sapiens 

TADG-15 
2 



Met Gly Ser Asp Arg Ala Arg Lys Gly Gly Gly Gly PVo Lys Asp 

5 10 A 15 

Phe Gly Ala Gly Leu Lys Tyr Asn Ser Arg His Glu LysWal Asn 

20 25 \. 30 

Gly Leu Glu Glu Gly Val Glu Phe Leu Pro Val Asn Asn Val Lys 

35 40 \45 

Lys Val Glu Lys His Gly Pro Gly Arg Trp Val Val Leu Ala 

50 55 
Val Leu lie Gly Leu Leu Leu Val Leu Leu Gly lie Gly Phe 

65 70 75 



SEQ-2 



Val 


^rp 


His 


Asn 


GlyS 


sTyr 


Glu 


Asn 


sV 


Lys 


Asp 


Ala 


Pro 


Tyr 


His 


Val 


He 


Ala 


Val 


Glu 


Glu 


Leu 


Pro 


Pro 


Val 


Val 


Ala 


Asp 


Asn 


Ser 


Met 


Arg 


Phe 


His 


Ala 


Arg 


•Leu 


Ser 


Leu 


Arg 


Gly 


Ser 


Glu 


Pro 


His 


Tyr 


Asn 


Leu 


Leu 


He 


Thr 


Phe 


Phe 


Gin 


Lys 


Ala 


Gin 


Pro 


Pro 


Asn 


Gin 


His 


Val 


Gly 


Val 


Pro 


Gly 


Glu 


Lys 


Asn 


Ser 


Asn 


Thr 


Asp 


Thr 


Asp 


Pro 


Cys 



Leu 


Gin 


Tyr 




80 




Met 


Arg 


He 




95 




Asn 


Ser 


Thr 




110 




neu 


Lys 


Leu 




125 




Lys^ 


.Glu 


Ser 




\ao 




Tyr 




Trp 




155S 




Ala 


Glu 


\rg 




170 




Arg 


Ala 


Ar£s 




185 




Phe 


Pro 


Thr 




200 




Cys 


Ser 


Phe 




215 




Thr 


Thr 


Pro 




230 




Cys 


Gin 


Trp 




245 




Thr 


Phe 


Arg 




260 




Asp 


Leu 


Val 




275 




Ala 


Leu 


Val 




290 




Thr 


Phe 


His 




305 




Asn 


Thr 


Glu 




320 




Leu 


Pro 


Arg 




335 




Gly 


Thr 


Phe 




350 




He 


Asp 


Cys 




365 




Lys 


Val 


Ser 




380 




Ala 


Gly 


Thr 




395 




Tyr 


Cys 


Gly 




410 




Lys 


He 


Thr 




425 




Gly 


Phe 


Leu 




440 




Pro 


Gly 


Gin 




455 





Arg 


Asp 


Val 


Thr 


Asn 


Glu 


Glu 


Phe 


Val 


Leu 


Tyr 


Ser 


Ala 


Val 


Thr 


Ser 


Glu 


Phe 


Val 


Met 


Ala 


Ser 


Leu 


Lys 


Aim 


Ser 


Lys 


Gly^ 


^eu 


His 


Gly 


Ptte 


Pro 


Ala 


Leu 


Wg 


Ser 


Phe 


A&P 


Thr 


Val 


Tyr 


Gin 


Leu 


Cys 


Ser 


Ser 


Gin 


Arg 


Arg 


His 


Met 


Ser 


Ser 


Asn 


Ser 


Pro 


Thr 


Trp 


Asn 


Phe 


Lys 


Phe 


Cys 


Pro 


Lys 


Glu 


Arg 


Ser 


Val 


Arg 


Phe 


Ala 


Glu 


Tyr 


Phe 


Thr 


Cys 



SEQ-3 



Arg 


Val 


Gin 


85 






Asn 


Phe 


Val 


100 






Ser 


Leu 


Ala 


115 






Gly 


Val 


Pro 


130 






Ala 


Phe 


Ser 


145 






Ser 


He 


Pro 


160 






Glu 


Glu 


Arg 


175 






Ser 


Phe 


Val 


190 






Thr 


Val 


Gin 


205 






Ala 


Arg. 


Gly 


220 






Asp 


Ser 


Pro 


235 






Gly 


Asp 


Ala 


250 






Leu 


Ala 


Ser 


265 






SAsn 


Thr 


Leu 


2Q0 






GIV 


Thr 


Tyr 


295S 






Asn 


Val 


Leu 


310 






Pro 


Gl^ 


Phe 


325 






Cys 


Gly 


G\Ly 


340 






Tyr 


Tyr 


Pro* 


355 






He 


Glu 


Val 


370 






Phe 


Tyr 


Leu 


385 






Asp 


Tyr 


Val 


400 






Gin 


Phe 


Val 


415 






His 


Ser 


Asp 


430 






Leu 


Ser 


Tyr 


445 






Arg 


Thr 


Gly 


460 







Lys 


Val 


Phe 






90 


Asp 


Ala 


Tyr 






105 


Ser 


Lys 


Val 






120 


Phe 


Leu 


Gly 






135 


Glu 


Gly 


Ser 






150 


Gin 


His 


Leu 






165 


Val 


Val 


Met 






180 


Val 


Thr 


Ser 






195 


Arg 


Thr 


Gin 






210 


Val 


Glu 


Leu 






225 


Tyr 


Pro 


Ala 






240 


Asp 


Ser 


Val 






255 


Cys 


Asp 


Glu 






270 


Ser 


Pro 


Met 






285 


Pro 


Pro 


Ser 






300 


Leu 


He 


Thr 






315 


Glu 


Ala 


Thr 






330 


Arg 


Leu 


Arg 






345 


£ly 


His 


Tyr 






360 


Pro 


Asn 


Asn 






375 


Leu 


Wu 


Pro 






390 


Glu 




Asn 






\05 


Val 


Thr 


Ser 






42\ 


Gin 


Ser 


Tyr 






435 


Asp 


Ser 


Ser 






450 


Arg 


Cys 


He 






465 



Arg 




Glu 


Ser 


Asp 


^Glu 


Cys 


Lys 


ASn 


Val 


Asn 


Asp 


Pro 


Ala 


Gin 


Ser 


Gin 


Gin 


Glu 


Ala 


Ser 


Thr 


Tyr 


Arg 


Glu 


Cys 


Asp 


Asp 


Cys 


Asp 


Val 


Gly 


Gly 


Ser 


Leu 


His 


He 


Ser 


Pro 


Asp 


Arg 


Gly 


Leu 


Gly 


Leu 


Glu 


Arg 


Arg 


Phe 


Thr 


Phe 


Ala 


Glu 


Tyr 


Ser 


His 


Val 


Gly 


His 


Thr 


Gly 


Glu 


lie 


Pro 


Gin 


Gin 


Gly 


Gly 


Val 


Ser 


Val 


Glu 


Trp 


Gly 


Asp 


Arg 


Leu 


Pro 



Leu 


Arg 
470 


Cys 


Leu 


Asn 
485 


Cys 


Lys 


Phe 
500 


Cys 


sCys 


Gly 
515 


Asp 


Tftr 


Phe 
530 


Arg 


Cys 


>Asn 
5^5 


Gly 


Cys 


P£© 
560\ 


Lys 


Cys 


Leu 
575 


Vsn 


Gly 


Lys 
590 


Glu 


Cys 


Gly 
605 


Leu 


Thr 


Asp 
620 


Ala 


Ala 


Leu 
635 


Gly 


Asn 


Trp 
650 


Leu 


Phe 


Arg 
665 


Tyr 


His 


Asp 
680 


Gin 


Leu 


Lys 
695 


Arg 


Asp 


Tyr 
710 


Asp 


Ser 


Ser 
725 


Met 


Phe 


Pro 
740 


Ala 


Gin 


Tyr 
755 


Gly 


Arg 


Val 
770 


He 


He 


Thr 
785 


Pro 


Asp 


Ser 
800 


Cys 


Ala 


Asp 
815 


Gly 


Gly 


Cys 
830 


Ala 


Leu 


Phe 
845 


Arg 



Asp 


Gly 


Trp 


Ser 


Cys 


Asp 


Lys 


Pro 


Leu 


Asn 


Ser 


Asp 


Cys 


Ser 


Asn 


Lys 


Asp 


Asp 


Val 


Asn 


Val 


Gly 


Leu 


Cys 


Asp 


Cys 


Ser 




Ser 


Phe 


ASto 


Glu 


Gly 


Gin 


Vy 


His 


Val 


Sek 


Ala 


Ser 


Asp 


Pro 


Ser 


Gin 


Ar^ 


He 


He 


Ser 


He 


Ala 


Leu 


Val 


Arg 


Pro 


Gly 


Lys 


Ala 


Gly 


Thr 


Gly 


Asn 


Gin 


Thr 


Arg 


Met 


Met 


Gin 


Gly 


Asp 


Arg 


He 


Phe 


Gin 


Arg 


Asn 


Asp 


Trp 


He 



Ala 


Asp 


Cys 


475 






Ala 


Gly 


His 


490 






Phe 


Trp 


Val 


505 






Glu 


Gin 


Gly 


520 






Gly 


Lys 


Cys 


535 






Cys 


Gly 


Asp 


550 






Val 


Thr 


Cys 


565 






Leu 


Ser 


Lys 


580 






Asp 


Gly 


Ser 


595 






Thr 


Arg 


Gin 


610 






Glu 


Trp 


Pro 


625 






He 


Cys 


Gly 


640 






Ala 


His 


Cys 


655 






Thr 


Gin 


Trp 


670 






Ser 


Ala 


Pro 


\ 85 






rfis 


Pro 


Phe 


7 ola 






Leu^ 


\Glu 


Leu 


715 






He 




Leu 


730 






He 


Trp 


SVal 


745 






Ala 


Leu 


life 


760 






Thr 


Cys 


Glu 


775 






Cys 


Val 


Gly 


790 






Ser 


Gly 


Gly 


805 






Gin 


Ala 


Gly 


820 






Lys 


Pro 


Gly 


835 






Lys 


Glu 


Asn 


850 


f 





Thr 


Asp 


His 






480 


Gin 


Phe 


Thr 






495 


Cys 


Asp 


Ser 






510 


Cys 


Ser 


Cys 






525 


Leu 


Ser 


Lys 






540 


Gly 


Ser 


Asp 






555 


Thr 


Lys 


His 






570 


Gly 


Asn 


Pro 






585 


Asp 


Glu 


Lys 






600 


Ala 


Arg 


Val 






615 


Trp 


Gin 


Val 






630 


Ala 


Ser 


Leu 






,645 


Tyr 


He 


Asp 






660 


Thr 


Ala 


Phe 






675 


Gly 


Val 


Gin 






690 


Phe 


Asn 


Asp 






705 


Glu 


Lys 


Pro 






720 


Pro 


Asp 


Ala 






735 


Thr 


Gly 


Trp 






750 


Leu 


Gin 


Lys 






765 


Xsn 


Leu 


Leu 






780 


PhV 


Leu 


Ser 






795 


Pro 


L^u 


Ser 






810 


Val 


Val 


SSer 






825 


Val 


Tyr 


Thr 






84(? 


Thr 


Gly 


Val 






855 



SEQ-4 



<211A 256 
<212> \PRT 




<213> 
<220> 

<223> Hep 
<400> 3 
Arg He Val 

Gin Val Ser 

Leu Leu Ser 

Glu Arg Asn 

Val Ala Gin 

Val Val Tyr 

Glu Glu Asn 

Leu Pro Leu 

Gly Gin Ala 

Gly Asn Thr 

Ala Arg Val 

Phe Tyr Gly 

Pro Glu Gly 

Phe Val Cys 

Cys Gly lie 

Pro Gly Val 

Gin Ala He 

Leu 



pmo sapiens 



in 



GlyNplY 

Leu Ar* 
20 

Gly Asp 
35 

Arg Val 
. 50 

Ala Ser 
65 

His Gly 
80 

Ser Asn 
95 

Thr Glu 

110 
Leu Val 

125 
Gin Tyr 

140 
Pro He 

155 
Asn Gin 

170 
Gly He 

185 
Glu Asp 

200 
Val Ser 

215 
Tyr Thr 

230 
Lys Thr 

245 



Arg Asp 
Tyr Asp 
T^p Val 
Leu ^Ser 
Pro Hi; 
Gly Tyr 
Asp He 
Tyr He 
Asp Gly 
Tyr Gly 
He Ser 
He Lys 
Asp Ala 
Ser He 
Trp Gly 
Lys Val 
His Ser 



Thr Ser 
Gly Ala 
Leu Thr 
Arg Trp 
Gly Leu 
Dsu Pro 
AlaNLeu 
Gin Piso 
Lys He 
Gin Gin 
Asn Asp 
Pro Lys 
Cys Gin 
Ser Arg 
Thr Gly 
Ser Asp 
Glu Ala 



Leu 
10 
His 
25 
Ala 
40 . 
Arg 
55 
Gin 
70 
Phe 
85 
Val 
100 
Val 
115 
s 
0 
Al v 
14 
Val 
160 
Met 
175 
Gly 
190 
Thr 
205 
Cys 
220 
Phe 
235 
Ser 
250 



Gly Arg 
Leu Cys 
Ala His 
Val Phe 
Leu Gly 
Arg Asp 
His Leu 
Cys Leu 
Thr Val 
Gly Val 
rs Asn 
Ph\ Cys 
Asp S^r 
Pro Arg 1 
Ala Leu 
Arg Glu 
Gly Met' 



Trp Pro Trp 
15 

Gly Gly Ser 
30 

Cys Phe Pro 
45 

Ala Gly Ala 

. 60 
Val Gin Ala 
75 

Pro Asn Ser 
90 

Ser Ser Pro 
105 

Pro Ala Ala 
120 

Thr Gly Trp 
135 

Leu Gin. Glu 
150 

Gly Ala Asp 
165 

Ala Gly Tyr 
180 

Gly Gly Pro 
195 

'rp Arg Leu 
210 

Al\ Gin Lys 
225 

Trp IK^e Phe 
240 

Val Thr\Gln 
5 



<210> 
<211> 
<212> 



4 

225 
PRT 



SEQ-5 



• 



<2i: 


y> Homo 


sapiens 






<220A 












<223> \ 


3CCE 










<400> ^ 










Lys 


lie 


l\e 


Asp 


Gly Ala 


Pro Cys 


Gin 


Val 


Ala 


SLeu 


Leu 


Ser 


Gly Asn 










z u 






Leu 


Val 


Asn 


Gl^ 


Arg 


Trp 


Val Leu 


Asn 


Glu 


Tyr 


Thr 


V ^ 
VmI 


HIS 


Leu Gly 










jU\ 






Arg 


Ala 


Gin Arg 


lie 


^Lys 


Ala Ser 










D D 






Tyr 


Ser 


Thr 


Gin 


Thr 




Val Asn 










80 






Asn 


Ser 


Gin 


Ala 


Arg 


Leu 


Ster Ser 










95 






Pro 


Ser- 


Arg 


Cys 


Glu 


Pro 


Pro\Gly 










110 






Trp 


Gly 


Thr 


Thr 


Thr 


Ser 


Pro Asp 










125 






Met 


Cys 


Val 


Asp 


Val 


Lys 


Leu lie 










140 






Val 


Tyr 


Lys 


Asp 


Leu 


Leu 


Glu Asn 










155 






Pro 


Asp 


Ser 


Lys 


Lys 


Asn 


Ala Cys 










170 






Leu 


Val 


Cys 


Arg 


Gly Thr 


Leu Gin 










185 






Phe 


Pro 


Cys 


Gly 


Gin 


Pro 


Asn Asp 










200 






Cys 


Lys 


Phe 


Thr 


Lys 


Trp 


lie Asn 










215 







<210> 5 

<211> 225 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Trypsin 
<400> 5 

Lys lie Val Gly Gly Tyr Asn Cys 

5 

Gin Val Ser Leu Asn Ser Gly Tyr 

20 



Ala 


Arg 


Gly 


Ser 


His 


Pro 


Trp 




10 










15 


Gin 


Leu 


His 


Cys 


Gly 


Gly 


Val 




25 










30 


Thr 


Ala 


Ala 


His 


Cys 


Lys 


Met 




40 










45 


Ser 


Asp 


Thr 


Leu 


Gly 


Asp 


Arg 




55 










60 


Lys 


Ser 


Phe 


Arg 


His 


Pro 


Gly 




70 










75 


Asp 


Leu 


Met 


Leu 


Val 


Lys 


Leu 




85 










90 


Met 


Val 


Lys 


Lys 


Val 


Arg 


Leu 




100 










105 


Thr 


Thr 


Cys 


Thr 


Val 


Ser 


Gly 




115 










120 


Val 


Thr 


Phe 


Pro 


Ser 


Asp 


Leu 




130 










135 


^Ser 


Pro 


Gin 


Asp 


Cys 


Thr 


Lys 




145 










150 


SeV 


Met 


Leu 


Cys 


Ala 


Gly 


He 














165 


Asn 


Vy 


Asp 


Ser 


Gly 


Gly 


Pro 




l\5 










180 


Gly Lea 


Val 


Ser 


Trp 


Gly 


Thr 




190 










195 


Pro 


Gly 


Val 


Tyr 


Thr 


Gin 


Val 




205 










210 


Asp 


Thr 


Mets 


.Lys 


Lys 


His 


Arg 




220 










225 


Glu 


Glu 


Asn 


Ser 


Val 


Pro 


Tyr 1 




10 










15 


His 


Phe 

o c 


Cys 


Gly 


Gly 


Ser 


Leu 

•a n 



SEQ-6 



life 


Asn 


Glu 


Gin 


Trp 
35 


Val 


Val 


Ser Ala 


Gly 
40 


His 


Cys 


Tyr 


Lys 


Ser 
45 


Arg 


Vile 


Gin 


Val 


Arg 


Leu 


Gly Glu His 


Asn 


He 


Glu 


Val 


Leu 


Glu 










50 








55 










60 


Gly 


Afen 


Glu 


Gin 


Phe 
65 


He 


Asn 


Ala Ala 


Lys 
70 


He 


He 


Arg 


His 


Pro 
75 


Gin 


Tyr\ 


Asp 


Arg 


Lys 
80 


Thr 


Leu 


Asn Asn 


Asp 
85 


He 


Met 


Leu 


He 


Lys 
90 


Leu 


Ser 


Ser 


Arg 


Ala 
95 


Val 


He 


Asn Ala 


Arg 
100 


Val 


Ser 


Thr 


He 


Ser 
105 


Leu 


Pro 


Thir 


sAla 


Pro 
110 


Pro 


Ala 


Thr Gly 


Thr 
115 


Lys 


Cys 


Leu 


lie 


Ser 
120 


Gly 


Trp 


Gly 


As\i 


Thr 
sl25 


Ala 


Ser 


Ser Gly 


Ala 
130 


Asp 


Tyr 


Pro. 


Asp 


Glu 
135 


Leu 


Gin 


Cys 


Leu 


Asp 
14X) 


Ala 


Pro 


Val Leu 


Ser 
145 


Gin 


Ala 


Lys 


Cys 


Glu 

150* 


Ala 


Ser 


Tyr 


Pro 


Gly 1 * 
155 


\Lys 


lie 


Thr Ser 


Asn 
160 


Met 


Phe 


Cys 


Val 


Gly 
165 


Phe 


Leu 


Glu 


Gly Gly 


Lys 


Asp 


Ser Cys 


Gin 


Gly 


Asp 


Ser 


Gly 


Gly 










170 






175 










180 


Pro 


Val 


Val 


Cys 


Asn 
185 


Gly 


Gin 


Leu Gin 


Gly 
190 


Val 


Val 


Ser 


Trp 


Gly 
195 


Asp 


Gly 


Gys 


Ala 


Gin 
200 


Lys 


As\ 


Lys Pro 


Gly 
205 


Val 


Tyr 


Thr 


Lys 


Val 
210 


Tyr 


Asn 


Tyr 


Val 


Lys 
215 


Trp 


He 


Lvs Asn 


Thr 
220 


He 


Ala 


Ala 


Asn 


Ser 
'225 



<210> 6 


























<211> 231 


























<212> PRT 


























<213> Homo 


sapiens 






















<220> 


























<223> Chymotrypsin 






















<400> 6 


























Arg He Val 


Asn 


Gly 


Glu 


Asp 


Ala 


Val 


Pro 


Gly 


Ser 


Trp 


Pro 


Trp 






5 










10 










15 


Gin Val Ser 


Leu 


Gin 


Asp 


Lys. 


Thr Gly 


Phe 


His 


Phe 


SCys 


Gly 


Gly 






20 










25 










30 


Ser Leu He 


Ser 


Glu 


Asp 


Trp 


Val 


Val 


Thr 


Ala 


Ala 


Hfs 


Cys 


Gly 






35 










40 










45 


Val Arg Thr 


Ser 


Asp 


Val 


Val 


Val 


Ala 


Gly 


Glu 


Phe 


Asp 


Gin 


Gly 






50 










55 










60 


Ser Asp Glu 


Glu 


Asn 


lie 


Gin 


Val 


Leu 


Lys 


He 


Ala 


Lys 


VaP 


sPhe 






65 










70 












Lys Asn Pro 


Lys 


Phe 


Ser 


He 


Leu 


Thr 


Val 


Asn 


Asn 


Asp 


He 


Thar 






80 










85 










90 N 


Leu Leu Lys 


Leu 


Ala 


Thr 


Pro 


Ala 


Arg 


Phe 


Ser 


Gin 


Thr 


Val 


Ser 






95 










100 










105 



•SEQ-7 



Ala 




Cys 


Leu 


Pro 
110 


Ser Ala Asp 


Asp 


Asp 
115 


Phe 


Pro 


Ala Gly Thr 
120 


Leu 


Cys^ 


\Ala 


Thr 


Thr 
125 


Gly Trp Gly 


Lys 


Thr 
130 


Lys 


Tyr 


Asn Ala Asn 
135 


Lys 


Thr 


Pro 


Asp 


Lys 
140 


Leu Gin Gin 


Ala 


Ala 
145 


Leu 


Pro 


Leu Leu Ser 
150 


Asn 


Ala 


Gl\ 


Cys 


Lys 
155 


Lys Ser Trp 


Gly 


Arg 
160 


Arg 


He 


Thr Asp Val 
165 


Met 


He 


Cys 


Ma 


Gly 
170 


Ala Ser Gly 


Val 


Ser 
175 


Ser 


Cys 


Met Gly Asp 
180 


Ser 


Gly 


Gly 


Prcr 


vLeu 


Val Cys Gin 


Lys 


Asp 


Gly Ala 


Trp Thr Leu 










3S85 






190 






195 


Val 


Gly 


He 


Val 


Sa: 
20^ 


Trp Gly Ser 


Asp 


Thr 
205 


Cys 


Ser 


Thr Ser Ser 
210 


Pro 


Gly 


Val 


Tyr Ala 


Arg Val Thr 


Lys 


Leu 


He 


Pro 


Trp Val Gin 










215 






220 






225 


Lys 


He 


Leu 


Ala 


Ala 
230 


Asr\ 













<210> 7 \ 
<211> 255 \ 
<212> PRT \ 
<213> Homo sapiens \ 
<220> \ 
<223> Factor 7 
<400> 7 

Arg lie Val Gly Gly Lys Val Cys Pro 

5 

Gin Val Leu Leu Leu Val Asn Gly Ala 

20 

Leu lie Asn Thr lie Trp Val Val Ser 

35 

Lys lie Lys Asn Trp Arg Asn Leu lie 

50 

Asp Leu Ser Glu His Asp Gly Asp Glu 

65 

Gin Val lie lie Pro Ser Thr Tyr Val 

80 

Asp lie Ala Leu Leu Arg Leu His Gin 

95 

His Val Val Pro Leu Cys Leu Pro Glu 

110 

Thr Leu Ala Phe Val Arg Phe Ser Leu 

125 

Leu Leu Asp Arg Gly Ala Thr Ala Leu 

140 

Val Pro Arg Leu Met Thr Gin Asp Cys 

155 



Lys. 


Gly Glu 


Cys Pro Trp 


10 




15 


Gin 


Deu Cys 


Gly Gly Thr 


25 




30 


Ala 


Ala\His 


Cys Phe Asp 


40 




45 


Ala 


Val L&u 


Gly Glu His 


55 




60 


Gin 


Ser Arg 


W"g Val Ala 


70 




\ 75 


Pro 


Gly Thr 


Th\ Asn His 


85 




\ 90 


Pro 


Val Val 


Leu Thr Asp 


100 




\ 105 


Arg 


Thr Phe 


Ser Glu\Arg 


115 




\20 


Val 


Ser Gly 


Trp Gly GJsn 


130 




135\ 


Glu 


Leu Met 


Val Leu Asn 


145 




150 


Leu 


Gin Gin 


Ser Arg Lys 


160 




165 



SEQ-8 



Val 

* 


Gly 


Asp 


Ser 


Pro 
170 


Asn 


He 


Thr 


Glu 


Tyr 
175 


Met Phe 


Cys 


Ala Gly 
180 


Tyr 


Ser> 


yAsp 


Gly 


Ser 
185 


Lys 


Asp 


Ser 


Cys 


Lys 
190 


Gly Asp 


Ser 


Gly Gly 
195 


Pro 


His 


Ala. 


Thr 


His 
200 


Tyr 


Arg 


Gly 


Thr 


Trp 
205 


Tyr Leu 


Thr 


Gly He 
210 


Val 


Ser 


Trb 


Gly Gin 


Gly 


Cys 


Ala 


Thr 


Val 


Gly His 


Phe 


Gly Val 










215 










220 






225 


Tyr 


Thr 


Arg 


Val 


Ser 
230 


Gin 


Tyr 


He 


Glu 


Trp 
235 


Leu Gin 


Lys 


Leu Met 
240 


Arg 


Ser 


Glu 


Ptfo 


Arg 
,245 


Pro 


Gly 


Val 


Leu 


Leu 
250 


Arg Ala 


Pro 


Phe Pro 
255 



<210> 8 
<211> 253 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Tissue plasminogen activator 
<400> 8 

Arg He Lys Gly Gly Leu Phe AlckAsp He 

5 \ 10 

Gin Ala Ala He Phe Ala Lys His Akg Arg 
' . 20 \ 25 

Phe Leu Cys Gly Gly He Leu He SerxSer 

35 

Ala Ala His Cys Phe Gin Glu Arg Phe Pi 

50 55 
Val He Leu Gly Arg Thr .Tyr Arg Val Val 

65 70 
Gin Lys Phe Glu Val Glu Lys Tyr He Val 

80 85 
Asp Asp Thr Tyr Asp Asn Asp He Ala Leu 

95 100 
Asp Ser Ser Arg Cys Ala Gin Glu Ser Ser 

110 115 
Cys Leu Pro Pro Ala Asp Leu Gin Leu Pro 

125 130 
Glu Leu Ser Gly Tyr Gly Lys His Glu Ala 

140 145 
Ser Glu Arg Leu Lys Glu Ala His Val Arg 

155 160 
Arg Cys Thr Ser Gin His Leu Leu Asn Arg 

170 175 
Met Leu Cys Ala Gly Asp Thr Arg Ser Gly 

185 190 
Leu His Asp Ala Cys Gin Gly Asp Ser Gly 

200 205 



Jro 
Hi 



Ala Ser 
Ser Pro 
Cys Trp 
Pro His 
Gly 
Lys 
Leu Gin 
Val VaP 
Asp Trp 
Leu Ser 
Leu Tyr 
Thr Val 
Gly Pro 
Gly Pro 



His 
Gly 
lie 
His 
Glu 
Glu 
Leu 
Arg 
TI 
Pro 
Pro 
Thr 
Gin 
Leu 



Pro 
Glu 
Leu 
Leu 
Glu 
Phe 
Lys 
Thr 
Glu 
>he 
S< 
Asp 
Ala 
Val 



Trp 
15 
Arg 
30 
Ser 
45 
Thr 
60 
Glu 
75 
Asp 
90 
Ser 
105 
Val 
120 
Cys 
135 
Tyr 
150 
Ser 
165 
,sn 
1^80 
A£x 
19! 
Cys 
210 



SEQ-9 



Asn Asp Gly Arg Met Thr Leu Val Gly lie lie Ser Trp Gly 
215 220 225 

Leu G1y Cys Gly Gin Lys Asp Val Pro Gly Val Tyr Thr Lys Val 

230 235 240 

Thr Asn ^r Leu Asp Trp lie Arg Asp Asn Met Arg Pro 

245 250 



<210> 9. 

<211> 2900 

<212> DNA 

<213> Homo ' sapient 
<220> 

<223> SNC-19; GeneBart^ Accession No. #U20428 

<400> 9 



cgctgggtgg 
ttcctggtgt 
atgaggatca 
gtaagcctgg 
ctgggcccct 
tactactggt 
gccaggagcg 
cctcagtggt 
gcagctttgg 
gacagcccct 
gage tac teg 
gacgtgtaca 
cctccctcct 
taaccaacac 
agcagctgtg 
ggccactacc 
gtgaaggtgc 
cccaaggact 
gtcaccagca 
accggcttct 
acgtgccgca 
ccgaccacag 
gcaagttctg 
acgagcaggg 
tegaaaagee 
tgccccaagg 
tgettgagea 
gagaaggact 
aeggatgegg 
cacatctgcg 
atcgatgaca 
cgaccagagc 
accccttctt 
eggcagagta 



tgctggcagc 
ggcatttgea 
caaatgagaa 
ccagcaaggt 
accacaagga 
ctgagttcag 
cgtagtcatg 
ggctttcccc 
cctgcacgcc 
accccgctca 
agctgactcg 
acaccctgag 
acaacctgac 
tgacgeggea 
gaggecgett 
cacccaacat 
gcttcaaatt 
acgtggagat 
acagcaacaa 
tagctgaata 
eggggeggtg 
cgatgagctc 
caagctcttc 
ttgcatttgt 
agcagtgcaa 
tgaacgtcgt 
agggcaaccc 
gcgactgtgg 
atgagggega 
gtgcttccct 
gaggattcag 
cagcgcaggc 
caatgacttc 
cagctccatg 



cgtgctgatc 

gtacogggac 

ttttgeggat 

gaaggaagcg 

gtcggctgtg 

catcccgcac 

ctgcccccgc 1 

acggactcca 

gcggtgtgga 

tgcccgctgc 

cagcttgact 

ccccatggag 

cttccactcc 

tcccggcttt 

aegtaaagee 

tgactgeaca 

cttctacctg 

caatggggag 

gatcacagtt 

cctctcctac 

tatceggaag 

aactgeagtt 

tgggtctgcg 

ccggacccag 

tgggaaggac 

cacttgtacc 

tgagtgtgac 

getgeggtea 

gtggccctgg 

catctctccc 

gtactcagac 

cctggggtgc 

accttcgact 

gtgcggccca 



ggcctcctct 
gtgcgtgtcc 
gectacgaga 
ctgaagctgc 
acggccttca 
cacctggttg 
jggcgcgctc 
.acagtaca 
getgatgege 
cagtgggctg 
gegei 

cccca6gcct 
ctcccac 
gaggccaccs^t 
caggggacal 
tggaaaattg 
ctggagcccg 
aaatactgcg 
cgcttccact 
gactccagtg 
gagctgeget 
gcgacgccgg 
acagtgtgaa 
accttcaggt 
gactgtgggg 
aaacacacct 
gggaaggagg 
ttcacgagac 
caggtaagee 
aactggctgg 
cccacgcagg 
aggagegcag 
atgacatege 
tctgcctgcc 



tggtcttget 

agaaggtctt 

actccaactc 

tgtacagegg 

gcgagggcag 
acjgagcjccga 

cctgaagtcc 
gaggacccag 
ttcaccacgc 
eggggacgeg 
gagegeggea 
ggtgagtgtg 
cgtcctgctc 
tcttccagct 
tcaacagccc 
^gtgcccaa 
tgcctgc 
gag^gaggtc 
caga^cagtc 
acccacgccc 
gtgatgc 
ccaccagtts^: 
egagtgegg; 
gttccaatgg 
aegggtcega 
accgctgcct 
actgtagega 
aggctcgtgt 
tgeatgetet 
tctctgccgc 
acggccttcc 
gctcaagcgc 
getgetggag 
ggacgcctgc 



ggggategge 60 

caatggctac 12 0 

cactgagttt 180 

agtcccattc 240 

cgtcatcgcc 3 00 

gcgcgtcatg 3 60 

tttgtggtca 420 

gacaacagct 480 

cggcttccct 540 

aegcagtget 600 

gcgacctggt 660 

tggcacctac 720 

atcacactga 780 

gec tagga tg 840 

ctactaccca 900 

caaccagcat 960 

gggcacctgc 1020 

ccagttcgtc 1080 

ctacaccgac 1140 

ggggcagttc 1200 

ggegactgea 1260 

aegtgeaaga 1320 

gaeaacageg 1380 

k jjaagtgcctc 1440 

cb^ggcctcc isoo 

caatgggctc 1560 
eggctcagat 1620 
tgttg^rgggc 1680 
gggccaWgc 1740 
acactgctsac 1800 
tgggcttg6a 1860 
atcatctccdyl920 
c tggagaaac \ 9 8 0 
catgtcttcc 



SEQ-10 



jccggcaa 
cgc^tgatcct 
tgco 

cctgcCaggg 
aggccggtgt 
aaggctcc^t 
accc. 
ctggagactc 1 
tccaggctca 
gggtagaagg 
cagctccggc 
ggaagacctg 
ttcttgagga 
ggtttaccag 
tttcttttta 



ggccatctgg. 
gcaaaagggt 
gatcacgccg 
tgattccggg 
ggtgagctgg 
ctgtttcggg 
gtacacctgc 
v gcgcaccgtg 
i^atctgctag 
ggaggaacac 
agoccaagtg 
gatc^tctagt 
agccc^ggct 
c 

taa 



gtcacgggct 
gagatccgcg 
cgcatgatgt 
ggacccctgt 
ggagacgctg 
aatggatcaa 
ggggccaccc 
acctgcacca 
aaaacctctc 
tggtggttct 
ggcgaggacg 
gagtgtgact 
cggaggaccc 
acttcagtgt 



ggggacacac 

tcatcaacca 
gcgtgggctt 
ccagcgtgga 
cgctcagagg 
agagaacact 
atcgtccacc 
gcgccccaga 
gcttcctcag 
actgacccaa 
cgtttgtgca 
gccggatctg 
tggaaaacag 
gtgtattgtg 



ccagtatgga 
gaccacctgc 
cctcagcggc 
ggcggatggg 
aacaagccag 

ggggtatagg 

ccagtgtgca 
acatacactg 
cctccaaagt 
ctggggcaag 
tactgccctg 
gctgtggtcc 
acgggtctga 
taaatgagta 



ggcactggcg 2100 
gagaacctcc 2160 
ggcgtggact 2220. 
cggatcttcc 2280 
gcgtgtacac 2340 
ggccggggcc 2400 
cgcctgcagg 2460 
tgaactcatc 2520 
ggagctggga 2580 
gtttgaagca 2640 
ctctatacac 2700 
ttggccacgc 2760 
gactgaaaat 2820 
aaacatttta 2880 
2900 



<210> 10 


























<211> 902 


























<212> PRT 


























<213> Mus musculus 






















<220> 


























<223> Epithin 
























<400> 10 


























Met Gly Ser 


Asn 


Arg 


Gly 


Arg 


Lys 


Aim 


Gly 


Gly Gly Ser 


Gin 


Asp 






5 










^0 










15 


Phe Gly Ala 


Gly Leu 


Lys 


Tyr 


Asp 


Ser 


\rg 


Leu 


Glu 


Asn 


Met 


Asn 






20 










2 \ 










30 


Gly Phe Glu 


Glu Gly 


Val 


Glu 


Phe 


Leu 


Pr\ 


Ala 


Asn 


Asn 


Ala 


Lys 






35 










40 










45 


Lys Val Glu 


Lys 


Arg 


Gly 


Pro 


Arg 


Arg 


Trp 


Val 


Val 


Leu 


Val 


Ala 






50 










55 










60 


Val Leu Phe 


Ser 


Phe 


Leu 


Leu 


Leu 


Ser 


Leu 


MetS 


.Ala 


Gly 


Leu 


Leu 






65 










70 










75 


Val Trp His 


Phe 


His 


Tyr 


Arg 


Asn 


Val 


Arg 


Val 


G\n 


Lys 


Val 


Phe 






80 










85 










90 


Asn Gly His 


Leu 


Arg 


He 


Thr 


Asn 


Glu 


He 


Phe 


Leu 


VAsp 


Ala 


Tyr 






95 










100 










105 


Glu Asn Ser 


Thr 


Ser 


Thr 


Glu 


Phe 


He 


Ser 


Leu 


Ala 


Sex 


Gin 


Val 






110 










115 










120 


Lys Glu Ala 


Leu 


Lys 


Leu 


Leu 


Tyr 


Asn 


Glu 


Val 


Pro 


Val 


^Leu 


Gly 






125 










130 










135 


Pro Tyr His 


Lys 


Lys 


Ser 


Ala 


Val 


Thr 


Ala 


Phe 


Ser 


Glu 


Glk 


Ser 






140 










145 










\150 


Val He Ala 


Tyr 


Tyr 


Trp 


Ser 


Glu 


Phe 


Ser 


He 


Pro 


Pro 


His 


Deu 






155 










160 










16>5 


Ala Glu Glu 


Val 


Asp 


Arg 


Ala 


Met 


Ala 


Val 


Glu 


Arg 


Val 


Val 


Thr 1 






170 










175 










180 



SEQ-11 




X^eu 


Pro 


Pro 


Arg 


Ala 










185 


ValN 


>Val 


Ala 


Phe 


Pro 










200 


Asp 




Ser 


Cys 


Ser 










215 


Thr 


Arg 


Phe 


Thr 


Thr 










0 n 


His 


Ala 


Arc^ 


^Cys 


Gin 










245 


Leu 


*Ser 


Leu 


Thr 


Phe 










k260 


His 


Gly 


Ser 


Asp 


neu 
27€ 


Glu 


Pro 


His 


Ala 


Var 










290 


Tyr 


Asn 


Leu 


Thr 


Phe 










305 


Leu 


He 


Thr 


Asn 


Thr 










320 


Phe 


Phe 


Gin 


Leu 


Pro 










335 


Asp 


Thr 


Gin 


Gly 


Thr 










3 50 


Pro 


Pro 


Asn 


He 


Asn 










365 


Arg 


Asn 


Val 


Lys 


Val 










380 


Asn 


Val 


Pro 


Val 


Gly 










395 


Gly 


Glu 


Lys 


Gly 


Ser 










410 


Asn 


Ser 


Ser 


Lys 


He 










425 


Thr 


Asp 


Thr 


Gly 


Phe 










440 


Asp 


Pro 


Cys 


Pro 


Gly 










455 


Arg 


Lys 


Glu 


Leu 


Arg 










470 


Ser 


Asp 


Glu 


Arg 


Tyr 










485 


Cys 


Lys 


Asn 


Gin 


Phe 










500 


Val 


Asn 


Asp 


Cys 


Gly 










515 


Pro 


Ala 


Gly 


Ser 


Phe 










530 


Ser 


Gin 


Lys 


Cys 


Asn 










545 


Glu 


Ala 


Ser 


Cys 


Asp 










560 



Arg 


Ala 


Leu 


Lys 


Ser 










190 


He 


Asp 


Pro 


Arg 


Met 










205 


Phe 


Ala 


Leu 


His 


Ala 










220 


Pro 


Gly 


Phe 


Pro 


Asn 










235 


Trp 


Val 


Leu 


Arg 


Gly 










250 


Arg 


Ser 


Phe 


Asp 


Val 










265 


Val 


Thr 


Val 


Tyr 


Asp 










280 


ATal 


Arg 


Leu 


Cys 


Gly 










295 


L£u 


Ser 


Ser 


Gin 


Asn 










310 


Gly 




Arg 


His 


Leu 










325 


Lys 


MetS 


s.Ser 


Ser 


Cys 










J <± u 


Phe 


Ser 


S£*r 


Pro 


Tyr 










355 


Cys 


Thr 


Trp 


Asn 


He 










370 


Arg 


Phe 


Lys 


Leir 


sPhe 
3£5 


Ser 


Cys 


Thr 


Lys 


ASp 










40^ 


Gly 


Glu 


Arg 


Ser 


Gin 










415 


Thr 


Val 


His 


Phe 


His 










430 


Leu 


Ala 


Glu 


Tyr 


Leu 










445 


Met 


Phe 


Met 


Cys 


Lys 










460 


Cys 


Asp 


Gly 


Trp 


Ala 










475 


Cys 


Arg 


Cys 


Asn 


Ala 










490 


Cys' 


Lys 


Pro 


Leu 


Phe 










505 


Asp 


Gly 


Ser 


Asp 


Glu 










520 


Lys 


Cys 


Ser 


Asn 


Gly 










535 


Gly 


Lys 


Asp 


Asn 


Cys 










550 


Ser 


Val 


Asn 


Val 


Val 










565 



Phe 


Val 


Leu 


Thr 


Ser 










195 


Leu 


Gin 


Arg 


Thr 


Gin 










210 


His 


Gly 


Ala 


Ala 


Val 










225 


Ser 


Pro 


Tyr 


Pro 


Ala 










240 


Asp 


Ala 


Asp 


Ser 


Val 










255 


Ala 


Pro 


Cys 


Asp 


Glu 










270 


Ser 


Leu 


Ser 


Pro 


Met 










285 


Thr 


Phe 


Ser 


Pro 


Ser 










300 


Val 


Phe 


Leu 


Val 


Thr 










315 


Gly 


Phe 


Glu 


Ala 


Thr 










33.0 


Gly 


Gly 


Val 


Leu 


Ser 










345 


Tyr 


Pro 


Gly 


His 


Tyr 










360 


Lys 


Val 


Pro 


Asn 


Asn 










375 


Tyr 


Leu 


Val 


Asp 


Pro 










390 


Tyr 


Val 


Glu 


He 


Asn 










405 


Etfie 


Val 


Val 


Ser 


Ser 










420 


Sef\ 


Asp 


His 


Ser 


Tyr 










435 


Ser 


Tyr 


Asp 


Ser 


Asn 










450 


Thr 


Gly^ 


\Arg 


Cys 


He 










465 


Asp 


Cys 


p\o 


Asp 


Tyr 












Thr 


His 


Gin 


\Phe 


Thr 










495 


Trp 


Val 


Cys 


Ado 


Ser 










510 


Glu 


Gly 


Cys 


Ser 


^Cys 
525 


Lys 


Cys 


Leu 


Pro 


Gin 










54<> 


Gly 


Asp 


Gly 


Ser 


Asp 










555 


Ser 


Cys 


Thr 


Lys 


Tyr 










570 



SEQ-12 



ThrS 


Tyr 


Arg 


Cys 


Gin 


Asn 


Gly 










575 






Glu 


cys 


Asp 


Gly Lys 


Thr 


Asp 










590 






Asn 


Cy^ 


vAsp 




\jj-jf 


Leu 


Arg 










605 






Val 


Gly 


gW 


Thr 


Asn 


Ala 


Asp 










620 






Ser 


Leu 


His 


^Ala 


Leu 


Gly 


Gin 










635 






He 


Ser 


Pro 


ASto 


Trp 


Leu 


Val 










^650 






Asp 


Lys 


Asn 


Phe 


DVS 
665 


Tyr 


Ser 


Leu 


Gly 


Leu 


Leu 


Asp 1 " 


\Gln 


Ser 










680 






Glu 


Leu 


Lys 


Leu 


Lys 


Arta 


He 










695 






Phe 


Thr 


Phe 


Asp 


Tyr 


Asp 


Tie 










710 






Val 


Glu 


Tyr 


Ser 


Thr 


Val 


Var 










725 






Thr 


His 


Val 


Phe 


Pro 


Ala 


Gly 










740 






Gly 


His 


Thr. 


Lys 


Glu 


Gly 


Gly 










755 






Gly 


Glu 


He 


Arg Val 


He 


Asn 










770 






Pro 


Gin 


Gin 


He 


Thr 


Pro 


Arg 










785 






Gly 


Gly 


Val 


Asp 


Ser 


Cys 


Gin 










800 






Ser 


Ala 


Glu 


Lys 


Asp 


Gly 


Arg 










815 






Trp 


Gly 


Glu 


Gly Cys 


Ala 


Gin 










830 






Arg 


Leu 


Pro 


Cys 


Ser 


Ser 


Gly 










845 






lie 


Ala 


Ala 


Trp 


Thr 


Asp 


Ser 










860 






Pro 


Asp 


Met 


His 


Thr 


Trp 


He 










875 






Tyr 


Ala 


Val 


Ala 


Ser 


Pro 


Pro 










890 






His 


Pro 













<210> 11 
<211> 23 
' <212> DNA 



Leu 


Cys 


Leu 


Ser 


Lys Gly Asn Pro 






580 




.585 


Cys 


Ser 


Asp 


Gly 


Ser Asp Glu Lys 






595 




600 


Ser 


Phe 


Thr 


Lys 


Gin Ala Arg Val 






610 




615 


Glu 


Gly 


Glu 


Trp 


Pro Trp Gin Val 






625 




630 


Gly 


His 


Leu 


Cys 


Gly Ala Ser Leu 






640 




645 


Ser 


Ala 


Ala 


His 


Cys Phe Gin Asp 






655 




660 


Asp 


Tyr 


Thr 


Met 


Trp Thr Ala Phe 






670 




675 


Lys 


Arg 


Ser 


Ala 


Ser Gly Val Gin 






685 




690 


He 


Thr 


His 


Pro 


Ser Phe Asn Asp 






700 




705 


Ala 


Leu 


Leu 


Glu 


Leu Glu Lys Ser 






715 




720 


Arg 


Pro 


He 


Cys 


Leu Pro Asp Ala 






730 




735 


Lys 


Ala 


He 


Trp Val Thr Gly Trp 






745 




750 


Thr 


Vy 


Ala 


Leu 


• He Leu Gin Lys 






760 




765 


Gin 


Thr\ 


Thr 


Cys 


Glu Asp Leu Met 










780 


Met 


Met 


Cys 


Val Gly Phe Leu Ser 






190 




795 


Gly 


Asp 


Ser\ 


.Gly Gly Pro Leu Ser 






805 




810 


Met 


Phe 


Gin 


Ala 


Gly Val Val Ser 






820 




825 


Arg 


Asn 


Lys 


Pro\Gly Val Tyr Thr 






835 




\ 840 


Leu 


Asp 


Gin Arg A\a His Trp Gly 






850 




\ 855 


Arg 


Pro 


Gin 


Thr 


Pro \rhr Gly Met 






865 




\ 870 


Gin 


Glu 


Arg 


Asn 


Thr Asto Asp He 






880 




\ 885 


Gin 


His 


Asn 


Pro Asp Cys Glu Leu 






895 




\ 900 



SEQ-13 



<2$3> Artificial sequence 
<220 
<221> 
<222> 
<223> 
<400> 



=Inosine 
6\ 9, 12, 15, 18 

Degenerate oligonucleotide primer 
11 



tgggtngtna cragcngcnca ytg 



23 



<210> 12 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<221> n=Inosine 

<222> 3, 6, 9, 12, 18 

<223> Degenerate oligonucleotide primer 

<400> 12 

arnggnccnc cnswrtcncc 



20 



<210> 13 
<211> 12 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Fragment of TADG-15 
<400> 13 

Leu Phe Arg Asp Trp lie Lys Glu Asn Thr Gly VaV 

5 10 



<210> 14 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> TADG-15 forward oligonucleotide primer 



SEQ-14 



<400> 14 

itgacagagg attcaggtac 



20 



!11\ 



<2W> 
<2! 
<212^ 
<213> 
<220> 
<223> 
<400> 



15 
20 
DNA 

Artificial sequence 

TADG-15 reverse oligonucleotide primer 
15 



gaaggtgaag toattgaaga 



20 



<210> 16 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> P-tubulin forward 

<400> 16 

cgcatcaacg tgtactacaa 



.igonucleotide primer 



20 



<210> 17 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> p-tubulin reverse oligonucleotide 

<400> 17 

tacgagctgg tggactgaga 



rimer 



20 



<210> 18 

<211> 3147 

<212> RNA 

<213> Artificial sequence 
<220> 



SEQ-15 



<Z23> Antisense of TADG-15 
<4oV 18 

uuuuuuuuuu uuuuuuuuua aaaagaaaua aauuguuuua cccauuuaca 50 

caaauaoaca cacugaaguc cacccuggga gcugguaaaa caauuucagu . 100 

cucagacccg ucuguuuucc aggguccucc gagccugggc uuccucaaga 150 

gcguggccca agggccccac agcccagauc cggcagcccc accaccuuca 200 

cugaggaggcVuccgaagcuc cguucccgcu gcuccuuaca gacaggggag 250 

gcagauauac ?acaaacgcgc cucggcccag cuuggggcug gcgggggagg 3 00 

cugugucuuc a^accuuugc ccccaguugg gucaguagaa ccaccagugu 350 

ccuccccuuc uao^ucccag cuccacuuug gaggcugagg aagcgagagg 400 

uuuucuaggc agaumiggag cccuggagau ugaguucaca guguauguuc 450 

ugggggcgcu ggugc^guca gcgguccagu cuccagccug caggcgugca 500 

cacuggggug gacgaugggu ggccccgcag guguacacau uuggguggcc 550 

ccggccccua uaccccag^a uucucuuuga uccagucccg aaacagaggg 600 

agccuugugu acacgccugck cuuguuccuc ugagcgcagc cgucucccca 650 

gcucaccaca ccggccugga agauccgccc auccgccucc acgcuggaca 700 

gggguccccc ggaaucaccc uggcaggagu ccacgccgcc gcugaggaag 750 

cccacgcaca ucaugcgcgg cgu^aucugc ugcggcagga gguucucgca . 800 

gguggucugg uugaugacgc ggaucucacc cuuuugcagg aucagcgcgc 850 

cagugccucc auacugggug uguccc&^agc ccgugaccca gauggccuug 900 

ccggcaggga agacauggga ggcguccggc aggcagaugg gccgcaccau 950 

ggagcuguac ucugccgguu ucuccagcute cagcagcgcg augucauagu 1000 

cgaaggugaa gucauugaag aaggggugggxagaugaugcg cuugagccug 1050 

cgcuccugca ccccaggggc gcugcgcugg cucuggucgu gcaagcccag 1100 

gaaggccguc cacugcgugg .ggucugagua cclsgaauccu cugucaucga 1150 

uguagcagug ugcggcagag accagccagu ugggagagau gagggaagca 1200 

ccgcagaugu ggcccuggcc cagagcaugc aggcmiaccu gccagggcca 1250 

cucgcccuca uccgcauccg ugcccccaac aacacgagcc ugucucguga 1300 

augaccgcag cccacagucg caguccuucu caucugagcc gucgcuacag 13 50 

uccuccuucc cgucacacuc aggguugccc uugcucaagis agagcccauu 1400 

gaggcagcgg uagguguguu ugguacaagu gacgacguuc >accuuggggc 1450 

aggaggccuc gucggacccg uccccacagu cguccuuccc auugcacugc 1500 

uggcuuuucg agaggcacuu cccauuggaa caccugaagg ucWggccgg 1550 

acaacug;cac cccugcucgu cgcuguuguc uccgcagiicg uucacacugu 1600 

cgcagaccca gaagaggggc uugcagaacu uguucuugca cgugaacugg 1650 

uggccggcgu cgcaacugca guugagcuca ucgcuguggu cggugc^auc 1700 

ggcccagcca ucacagcgca gcuccuuccg gauacaccgc cccgugcggc 1750 

acgugaacug ccccgggcau gggucacugg agucguagga gagguauuca 1800 
gcuaagaagc cggugucggu guaggacuga ucugagugga agcgaacug\X 1850 

gaucuuguug cuguugcugg ugacgacgaa cugggaccuc ucuccgcagu \l900 

auuucucccc auugaucucc acguaguccu uggggcaggu gcccgcaggc \S50 

acgccgggcu ccagcaggua gaagaauuug aagcucaccu ucacaugcug 2OG0 

guuguugggc accucaaugu uccaugugca gucaauguug gguggguagu 205^0 

ggccugggua guaggggcug uugaaugucc ccugggcuuu acguaagcgg 210& 

ccuccacagc ugcucauccu aggcagcugg aagaaggugg ccucaaagcc 2150 

gggaugccgc cgcucagugu ugguuaucag ugugaugagc aggacguucu 2200 

gggaggagug gaaggucagg uuguaggagg gaggguaggu gccacacaac 2250 

ugcaccaggg cguggggcuc cauggggcuc aggguguugu acaccgucac 2300 

caggucgcug ccgcgcucgu cgcaggacgc aaggucaaag cugcggaagg 2350 

ugaggcucag cacugagucg gcgucccccc gcagggccca cuggcagcgg 2400 

gcaugagcgg gguaggggcu gucagggaag ccgggcgugg ugaagcgcau 2450 



SEQ-16 



cagcuccaca 
^cucuguac 
laggacu 
cucgtaccaug 
acucakacca 
gccgac\ccu 
cuucagcgrcg 
uggaguucW: 
ccauugaag< 
caggaagccg 1 
ccagcaccac 
uugacuggca 
ccgggaguug 
ccuugcgggc 



ccgcgggcgu 
uguuuuggag 
ucagggagcg 
acgcgcucgg 
guaguaggcg 
ugugguaggg 
uccuucaccu 
guaggcaucc 
ccuucuggac 
s^auccccagca 

!CC 

ggaacuccac 
ua 

ccgaucgcuc 



gcaggccaaa 
uccgugggga 
cgcccgcggg 
ccuccuccac 
augacgcugc 
gcccaggaau 
ugcuggccag 
acaaaauucu 
acgcacgucc 
agaccaagag 
gggccaugcu 
gccuuccucc 
ccgcgccgaa 
cccaugguac 



gcugcagcug 
aagccaccac 
ggcagcauga 
caggugcugc 
ccucgcugaa 
gggacuccgc 
gcuuacaaac 
cauuugugau 
cgguacugca 
gaggccgauc 
uuuccaccuu 
aagccauuca 
guccuucggg 
cccgaggccg 



uuguc cuggg 2500 

ugaggugac c 2550 

cuacgcgcuc 2600 

gggaugcuga 2650 

ggccgucaca 2700 

uguac age ag 2750 

uc aguggagu 2800 

ccucauguag 2850 

aaugccacac 2900 

ageaeggcug 2950 

cuugacguug 3000 

cuuucucgug 3050 

cccccuccgc 3100 

cucuuga 3147 



<210> 19 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 68-76 of th^\TADG-15 protein 
<400> 19 

Val Leu Leu Gly lie Gly Phe LeuNyal 

5 

<210> 20 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 126-134 of the TADG-15 protein N 
<400> 20 

Leu Leu Tyr Ser Gly Val Pro Phe Leu 

.5 



<210> 21 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 



SEQ-17 



<223> Residues 644-652 of the TADG-15 protein 
<400> 21 • 
Ser\Leu lie Ser Pro Asn Trp Leu Val 

5 

<210> 2] 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 3\79-387 of the TADG-15 protein 
<400> 22 

Lys Val Ser Phe Lys \he Phe Tyr Leu 

5 





<210> 23 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 386-394 of the TAD^-15 protein 
<400> 23 

Tyr Leu Leu Glu Pro Gly Val Pro Ala 

5 

<210> 24 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 257-265 of the TADG-15 protein 
<400> 24 

Ser Leu Thr Phe Arg Ser Phe Asp Leu 

• 5 



<210> 25 



SEQ-18 



<211> 9 
<212> PRT 
<215> Homo sapiens 
<220i 

<223> \ Residues 762-770 of the TADG-15 protein 
<400> \5 

lie Leu G^Ln Lys Gly Glu lie Arg Val 

5 



26 
9 

PRT 
Homo sapierii 



of the TADG-15 protein 




<210> 
<211> 
<212> 
<213> 
<220> 

<223> Residues 841-8 
<400> 26 

Arg- Leu Pro Leu Phe Arg A^p Trp lie 

5 

<210> 27 
<211> 9 
<212> . PRT 
<213> Homo sapiens 
<220> 

<223> Residues 64-72 of the TADG-15 pi 
<400> 27 

Gly Leu Leu Leu Val Leu Leu Gly lie 

5. 



)tein 



<210> 28 

<211> 9 . 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Residues 57-65 of the TADG-15 protein 



SEQ-19 



<400> 28 

Val Leu Ala Ala Val Leu He Gly Leu 
X 5 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 



2! 
9 
PRT 
Homo 



apiens 



Residues\67-75 of the TADG-15 protein 
<400> 29 

Leu Val Leu Leu gV He Gly Phe Leu 

5^ 



<210> 30 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 379-387 of th\ TADG-15 protein 
<400> 30 

Lys Val Ser Phe Lys Phe Phe Tyr £>eu 

5 

<210> 31 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 126-134 of the TADG-15 proteii 
<400> 31 

Leu Leu Tyr Ser Gly Val Pro Phe Leu 

5 



<210> 32 



SEQ-20 



<211> 9 
<2d.2> PRT 
<2TS> Homo sapiens 
<220i 

<223>\ Residues 88-96 of the TADG-15 protein 
<400> 5,2 

Lys Val Pije Asn Gly Tyr Met Arg lie 

5' 

<210> 33 
<211> 9 
<212> PRT 
<213> Homo sapient 
<220> 

<22'3> Residues 670-67\ of the TADG-15 protein 
<400> 33 

Thr Gin Trp Thr Ala Phe Le^u Gly Leu 

5 

<210> 34 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 119-127 of the TADG-15 protein 
<400> 34 

Lys Val Lys Asp Ala Leu Lys Leu Leu 

5 

<210> 35 
<211> 9 
<212> PRT y 
<213> Homo sapiens 
<220> 

<223> Residues 60-68 of the TADG-15 protein 



SEQ-21 



<400> 35 

Ala Val Leu lie Gly Leu Leu Leu Val 
\ 5 



<210> 
<211> 
<212> 

<213> Hom\ sapiens 
<220> 

<223> Residues 62-70 of the TADG-15 protein 
<400> 36 

Leu lie Gly Leu l\u Leu Val Leu Leu 



<210> 37 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

^<223> Residues 57-65 of the 
<400> 37 

Val Leu. Ala Ala Val Leu lie Gly L\u 

5 



-15 protein 



<210> 38 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 61-69 of the TADG-15 protein 
<400> 38 

Val Leu lie Gly Leu Leu Leu Val Leu 

5 



<210> 39 



SEQ-22 



:211> 9 
<\l2> PRT 
<2rS> Homo sapiens 
<220: 

<223> \Residues 146-154 of the TADG-15 protein 
<400> 

Phe Ser Giu Gly Ser Val lie Ala Tyr 

• .5 

<210> 40 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues .658-666 \f the TADG-15 protein 
<400> 40 

Tyr' lie Asp Asp Arg Gly PheNArg Tyr 

5' 

<210> 41 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 449-457 of the TADG-15 pr\jtein 
<400> 41 

Ser Ser Asp Pro Cys Pro Gly Gin Phe 

' 5 

<210> 42 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Residues 401-409 of the TADG-15 protein 



SEQ-23 



<400f\ 42 

Tyr Va\ Glu lie Asn Gly Glu Lys Tyr 

5 

<210> 43 
<211> 9 
<212> PRT 
<213> Homo salens 
<220> 

<223> Residues 38\-395 of the TADG-15 protein 
<400> 43 

Leu Leu Glu Pro Gly V\l Pro Ala Gly 

5 




44 
9 

PRT 

Homo sapiens 




<210> 
<211> 
<212> 
<213> 
£220> 

<223> Residues 553-561 of the TA$G-15 protein 
<400> 44 

Gly Ser Asp Glu Ala Ser Cys Pro Lys 

5 

45 
9 

PRT 

Homo sapiens 



<210> 
; <211> 
<212> 
^<213> 
<220> 

<223> Residues 97-105 of the TADG-15 protein 
<400> 45 

Thr Asn Glu Asn Phe Val Asp Ala Tyr 

■ 5 



<210> 46 
<211> 9 



SEQ-24 



<212> PRT 
!13> Homo sapiens 
)> 

<223\> Residues 110-118 of the TADG-15 protein 
<40oX 46 

Ser Th\ Glu Phe Val Ser Leu Ala Ser 

5 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



47 
9 

PRT 

Homo sapiens^ 




Residues 811-819\of . the TADG-15 protein 
47 

Ser Val Glu Ala Asp Gly Ar^Ile Phe 

5 



48 
9 

PRT 

Homo sapiens 



<210> 
<211> 
<212> 
<213> 
<220> 

<223> Residues 666-674 of the TADG-15 piptein 
<400> 48 

Tyr Ser Asp Pro Thr Gin Trp Thr Ala 

5 



<210> 
<211> 
<212> 



49 
9 

PRT 



<213> Hoino sapiens 
<220> 

<223> Residues 709-717 of the TADG-15 protein 

<400> 49 



SEQ-25 




Tyr Asp lie Ala Leu Leu Glu Leu 
5 



<213> Hom\ sapiens 
<220> 

<223> Residues 408-416 of the TADG-15 protein 
<400> 50 

Lys Tyr Cys Gly G^.u Arg Ser Gin Phe 




<210> 51 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

Residues 754-762 of the\ TADG-15 protein 
51 

Gin Tyr Gly Gly Thr Gly Ala Leu isj.e 

5 



/<223> 
* <400> 




<210> 52 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 153-161 of the TADG-15 protein 
<400> 52 

Ala Tyr Tyr Trp Ser Glu Phe Ser lie 

5 



<210> 53 
<211> 9 



SEQ-26 



<213> . PRT 
<213>\ Homo sapiens 
<220> 

<223> Residues 722-730 of the TADG-15 protein 
<400> 5- 

Glu Tyr S&£ Ser Met Val Arg Pro lie 

5 

<210> 54 
<211> 9 
<212> PRT 
<213> Homo sapient 
<220> 

<223> Residues 326-33^. of the TADG-15 protein 
<400> 54 

Gly Phe Glu Ala Thr Phe P^e Gin Leu 

5 

<210> 55 
<211> 9 
<212> PRT 
< 2 1 3 > Homo sapi ens 
<220> 

<223> Residues 304-312 of the TADG-1\ protein 
<400> 55 

Thr Phe His Ser Ser Gin Asn Val Leu 

5 

<210> 56 
<211> 9 
<212> PRT 
<213> Homo sapiens . 
<220> 

<223> Residues 707-715 of the TADG-15 protein 
<400> 56 



SEQ-27 



Thr Phe Asp Tyr Asp lie Ala Leu Leu 
\ 5 



<210X 57 
<211>\9 
<212> &RT 
<213> Hdmo sapiens 
<220> 

<223> Residues 21-29 of the TADG-15 protein 
<400> 57 

Lys Tyr Asn Ser\Arg His Glu Lys Val 

^5 

<210> 58 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 665-673 of tfte TADG-15 protein 
<400> 58 

Arg Tyr Ser Asp Pro Thr Gin Trp Xfhr 

5 

<210> 59 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 686-694 of the TADG-15 protean 
<400> 59 

Ala Pro Gly Val ' Gin Glu Arg Arg Leu 

5 

<210> 60 
<211> 9 



SEQ-28 



<212> PRT 
< 2 13 >\ Homo sapiens 
<220> 

<223> Residues 12-20 of the TADG-15 protein 
<400> 60' 

Gly Pro Lys^ Asp Phe Gly Ala Gly Leu 

5 

<210> 61 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> ' 

<223> Residues 668-676 oX the TADG-15 protein 
<400> 61 

Asp Pro Thr Gin Trp Thr Ala She Leu 

5 




<210> 62 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 461-469 of the TADG-15 

400> 62 % 
Thr Gly Arg Cys He Arg Lys Glu Leu 

5 



rotein 



<210> 63 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Residues 59-67 of the TADG-15 protein 



SEQ-29 



<400> 63 

Ala A^a Val Leu lie Gly Leu Leu Leu 

5 

<210> 64' ' 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 37^-387 of the TADG-15 protein 
<400> 64 

Lys Val Ser Phe Lys P\e Phe Tyr Leu 

5 




<210> 65 
<211> 9 
<212> 
<213> 
'<220> 
<223> 
<400> 



PRT 

Homo sapiens 



Residues 119-127 of the TAD^-15 protein 
65 

Lys Val Lys Asp Ala Leu Lys Leu Leu 

5 

<210> 66 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 780-788 of the TADG-15 protein 
<400> 66 

Leu Pro Gin Gin lie Thr Pro Arg Met 

5 



<210> 67 
<211> 9 



SEQ-30 



<2H2\ PRT 
<213> \Homo sapiens 
<220> 

<223> Residues 67-75 of the TADG-15 protein 
<400> 67 

Leu Val LeuNLeu Gly lie Gly Phe Leu 

5 




<210> 68 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 283-291 of^the TADG-15 protein 
<400> 68 

Ser- Pro Met Glu Pro His Ala L>?u Val 

5 



<210> 
<211> 
<212> 



69 
9 

PRT 




<213> Homo sapiens 
<220> 

<223> Residues 12-20 of the TADG-15 proteir 
<400> 69 

Gly Pro Lys Asp Phe Gly Ala Gly Leu 



<210> 70 

<211> 9 

<212> PRT. 

<213> Homo sapiens 

<220> 

<223> Residues 257-265 of the TADG-15 protein 

<400> 70 



SEQ-31 



Spc Leu Thr 



Phe Arg Ser Phe Asp Leu 
5 



<210> 
<211> 9' 
<212> PRT\ 
< 2 1 3 > Homo ^apl ens 
<220> 

<223> Residues\L80'-188 of the TADG-15 protein 
<400> 71 

Met Leu Pro Pro Arg\Ala Arg Ser Leu 

5 



<210> 72. 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 217-225 of the TADG-15 protein 
<400> 72 

Gly Leu His Ala Arg Gly Val Glu Leu 

5 



<210> 73 

<211> 9 
^<212> PRT 
\<213> Homo sapiens 

<220> 

<223> Residues 173-181 of the TADG-15 protein 
<400> 73 

Met Ala Glu Glu Arg Val Val Met Leu 

5 



<210> 74 
<211> 9 



SEQ-32 



PRT 

Homo sapiens 



<2: 

<213! 
<220>' 

<223> \Residues 267-275 of the TADG-15 protein 
<400> 

Ser Cys Asp Glu Arg Gly Ser Asp Leu 

5 



<210> 75 
<211> 9 
<212> PRT 
< 2 1 3 > Homo sapi ens 
<220>' 

<223> Residues 567-575 of\£he TADG-15 protein 
<400> 75 

Cys Thr Lys His Thr Tyr Arg Cys\Leu 

5 



•<210> 76 

<211> 9 

<212> PRT . 

<213> Homo sapiens 
<220> 

<223> Residues 724-732 of the TADG-15 protean 

<400> 76 

Ser Ser Met Val Arg Pro lie Cys Leu 

5 

<210> 77 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Residues 409-417 of the TADG-15 protein 

<400> 77 



SEQ-33 



jr Cys Gly Glu Arg Ser Gin Phe Val 

5 

<210>\ 78 
<211> 
<212> PR^ 
< 2 1 3 > Homd\sapi ens 
<220> 

<223> Residues\495-503 of the TADG-15 protein 
<400> 78 

Thr Cys Lys Asn Lysine Cys Lys Pro 

5 




<210> 79 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

.<223> Residues 427-435 of the TADG-\^ protein 
<400> 79 

Val Arg Phe His Ser Asp Gin Ser Tyr 

5 



80 
9 

PRT 

Y <213> Homo sapiens 
\<220> 

<223> Residues 695-703 of the TADG-15 protein 
<400> 80 

Lys Arg lie lie Ser His Pro Phe Phe 

5 




<210> 81 
<211> 9 



SEQ-34 



<212>\ PRT 
<213> \Homo sapiens 
<220> 

<223> Residues 664-672 of the TADG-15 protein 
<400> 81 

Phe Arg Tyr \er Asp Pro Thr Gin Trp 

5 

<210> 82 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 220-228 ofc^ the TADG-15 protein 
<400> 82 

Ala Arg Gly Val Glu Leu Met A\g Phe 

■ 5 

<210> 83 
"<211> 9 
<2l2> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 492-500 of the TADG-15 protein 
<400> 83 

His Gin Phe Thr Cys Lys Asn Lys Phe 

5 

<210> 84 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 53-61 of the TADG-15 protein 
<400> 84 



SEQ-35 



Gly Arg Trp Val Val Leu Ala Ala Val 

5 

<210> 
<211> 
<212> Pf 
<213> Hom\ 
<220> 

<223> ResidueNs 248-256 of the TADG-15 protein 
<400> 85 

Leu Arg Gly Asp A^a Asp Ser Val Leu 

5 




6v 



<210> 
<211> 
<212> 
<213> 
^<220> 
<223> 
<400> 



86 
9 

PRT 

Homo sapiens 



Residues 572-580 of the T. 
86 

Tyr Arg Cys Leu Asn Gly Leu Cys Leu 

5 



-15 protein 




87 
9 

PRT 

Homo sapiens 



<210> 
211> 
<212> 
<213> 
<220> 

<223> Residues 692-700 of the TADG-15 protein 
<400> 87 

Arg Arg Leu Lys Arg lie lie Ser His 

5 



<210> 88 
<211> 9 



SEQ-36 



I 



<212:\ PRT 
<213> Npmo sapiens 
<220> 

<223> Residues 24-32 of the TADG-15 protein 
<400> 88 

Ser Arg His Glu Lys Val Asn Gly Leu 

5 




<210> 89 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 147-155 of\the TADG-15 protein 
<400> 89' 

Ser Glu Gly Ser Val lie Ala Ty\ Tyr 

5 

90 
9 

PRT 

Homo sapiens 

Residues 715-723 of the TADG-15 protean 
90 

Leu Glu Leu Glu Lys Pro Ala Glu Tyr 

5 



<210> 91 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> Residues 105-113 of the TADG-15 protein 

<400> 91 



SEQ-37 



Tyr Gru^ Asn Ser Asn Ser Thr Glu Phe 

5 



<210> 
<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



92 
9 

PRT 
Homo sapiei 



Residues 14-22\of the TADG-15 protein 
92 

Lys Asp Phe Gly Ala Gly \eu Lys Tyr 

5 




<210>. 93 
<211> 9 
<212> PRT 
<213> Homo sapiens 
^<220> 

<223> Residues 129-137 of the TADG-1^ protein 
<400> 93 

Ser Gly Val Pro Phe Leu Gly Pro Tyr 

5 

94 
9 

PRT 

<213> Homo sapiens 
<220> 

<223> Residues 436-444 of the TADG-15 protein 
<400> 94 

Thr Asp Thr Gly Phe Leu Ala Glu Tyr 

5 




<210> 95 
<211> 9 



SEQ-38 



<212> PRT 
<2r3> Homo sapiens 
<220: 

<223> \Residues 766-774 of the TADG-15 protein 
<400> S.5 

Gly Glu .lsJ.e Arg Val lie Asn Gin Thr 

5 

<210> 96 
<211> 9 
<212> PRT 
<213> Homo sapien} 
<220> 

<223> Residues 402-4\0 of the TADG-15 protein 
<400> 96 

Val Glu lie Asn Gly Glu \ys Tyr Cys 

5 

<210> 97 
<211> 9 
<212> PRT 
<213> Homo sapiens 
<220> 

<223> Residues 482-490 of the TADG\15 protein 
/ <400> 97 

Asp Glu Leu Asn Cys Ser Cys Asp Ala 

5 



<210> 98 

<211> 9 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> Residues 82-90 of the TADG-15 protein 

<400> 98 



SEQ-39 



1» * 




SEQ-40 



